ABSTRACT Use of indole-3-acetic acid (IAA) as a carbon, nitrogen, and energy source by Pseudomonas putida 1290 is linked to the possession of a gene cluster that codes for conversion to catechol. Here, we present the genomic context of this iac gene cluster, which includes genes for IAA chemotaxis/transport and catechol catabolism.
genomic island predicted by the IslandPick algorithm in IslandViewer v4 (13) and encompassing multiple genes for the utilization of plant-derived compounds other than IAA, including methylamine (14) , phenylacetaldehyde (15) , and opines (16) . The presence of aldA and aldB homologs (17) on the chromosome is consistent with IAA production reported for P. putida 1290 (2). Plasmid pPp1290 harbors multiple insertion sequence (IS)-like elements, as well as genes related to aromatic compound degradation, stress tolerance, fluoride efflux, and conjugal transfer.
Data availability. The P. putida 1290 chromosome and plasmid sequences are available under GenBank accession numbers CP039371 and CP039372, respectively. Raw reads from the three SMRT cells are available under the SRA accession number SRP195595.
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